The complete mitochondrial genome of Lepturichthys fimbriata (Teleostei, Balitoridae, Balitorinae).
Lepturichthys fimbriata is an endemic and an important commercial fish which distributes in the upper stream of the Yangtze River. In this study, the complete mitogenome sequence of L. fimbriata has been first sequenced by DNA sequencing based on the PCR fragments. The mitogenome, consisting of 16,567 base pairs (bp), includes 13 protein coding genes, 22 transfer RNAs, 2 ribosomal RNA genes and a non-coding control region (CR). The overall base composition of L. fimbriata is 30.4% A, 28.7% C, 16.5% G, and 24.4% T, with a relatively a slight AT bias of 54.7%. CR of 903 bp length is located between tRNA(Pro) and tRNA(Phe). The complete mitochondrial genome sequence would be useful for further studies on conservation genetics and resource management in L. fimbriata.